In the title compound, C 15 H 11 NO, the anthracene unit is slightly bowed. Inversion-related pairs of O-HÁ Á ÁN hydrogen bonds form dimers that are stacked along the b-axis direction by offsetstacking interactions between the anthracene units.
Structure description
Oximes constitute the key structural motif in numerous drug scaffolds and bioactive compounds, including macrolide antibiotics (roxithromycin), antifungal agents (econazole), cytotoxic agents (Park et al., 2005) and anti-inflammatory derivatives (cloximate). They are also intermediates in the production of isoxazole derivatives by 1,3dipolar cycloaddition (Tribak et al., 2017; Al Houari et al., 2008) . It is noteworthy that these compounds are also used in several important synthetic reactions, including oximecarbapalladacycle-catalysed Suzuki cross-coupling of aryl chlorides in water (Botella & Ná jera, 2002) , nucleophilic catalysis of oxime ligation (Dirksen et al., 2006) and palladium-catalysed amination of aromatic C-H bonds with oxime esters (Tan & Hartwig, 2010) .
In the title compound ( Fig. 1) , the anthracene moiety is slightly bowed, as indicated by the dihedral angles of 2.77 (4) and 2.13 (4) , respectively, that the C2-C7 and C9-C14 rings make with the central ring. The hydroxylimino side chain is rotated out of the mean plane of the anthracene unit, as indicated by the C2-C1-C15-N1 torsion angle of À42.5 (1) and C1-C15-N1-O1 torsion angle of À175.87 (8) .
In the crystal, inversion-related pairs of O-HÁ Á ÁN hydrogen bonds form dimers and generate R 2 2 (6) rings (Table 1) . These dimers form parallel stacks along the b-axis direction through offset --stacking interactions between the anthracene moieties (Figs. 2 and 3). The centroid-centroid distances between equivalent rings of adjacent anthra-data reports cene ring systems are 3.869 (1) Å . The mean planes of the anthracene moieties are inclined by 24.43 (1) to [010].
Synthesis and crystallization
A solution of 2.00 g (9.70 mmol) 9-anthraldehyde, 1.35 g) (19.39 mmol) hydroxylamine hydrochloride and 775.74 mg) (19.39 mmol) of sodium hydroxide in 30 ml of ethanol and 10 ml of water, was refluxed for 30 min. The mixture reaction was neutralized with a solution of HCl, and extracted with dichloromethane. The solvent was removed under reduced pressure and the residue was recrystallized from ethanol ethanol to afford the title compound as light-yellow plates.
Refinement
Crystal data, data collection and structure refinement details are summarized in Table 2 .
Figure 2
Packing viewed along the b-axis direction, with O-HÁ Á ÁN hydrogen bonds and offset -stacking interactions shown, respectively, as red and orange dashed lines.
Figure 3
Packing viewed along the a-axis direction, with O-HÁ Á ÁN hydrogen bonds and offset -stacking interactions shown, respectively, as red and orange dashed lines. (Sheldrick, 2008) .
Figure 1
The title molecule with labelling scheme and 50% probability displacement ellipsoids. Table 1 Hydrogen-bond geometry (Å , ). (15) 1.937 (15) 2.8175 (12) 152.4 (13) Symmetry code: (i) Àx þ 1; Ày þ 1; Àz þ 1.
data-1
IUCrData ( where P = (F o 2 + 2F c 2 )/3 (Δ/σ) max < 0.001 Δρ max = 0.44 e Å −3 Δρ min = −0.24 e Å −3
Special details
Experimental. The diffraction data were obtained from 3 sets of 400 frames, each of width 0.5° in ω, colllected at φ = 0.00, 90.00 and 180.00° and 2 sets of 800 frames, each of width 0.45° in φ, collected at ω = -30.00 and 210.00°. The scan time was 15 sec/frame.
data-2
IUCrData (2017). 2, x170684
Geometry. All esds (except the esd in the dihedral angle between two l.s. planes) are estimated using the full covariance matrix. The cell esds are taken into account individually in the estimation of esds in distances, angles and torsion angles; correlations between esds in cell parameters are only used when they are defined by crystal symmetry. An approximate (isotropic) treatment of cell esds is used for estimating esds involving l.s. planes. Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > 2sigma(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 ) (12) N1-O1-H1 102.1 (9) C9-C8-H8 118.3 (7) C15-N1-O1 112.02 (8) C7-C8-H8 120.0 (7) C2-C1-C14 120.51 (8) C8-C9-C10 121.39 (9) C2-C1-C15 122.23 (8) C8-C9-C14 119.40 (9) C14-C1-C15 117.26 (8) C10-C9-C14 119.20 (9) C1-C2-C3 123.58 (8) C11-C10-C9 120.96 (9) C1-C2-C7 118.85 (8) C11-C10-H10 122.1 (7) C3-C2-C7 117.54 (8) C9-C10-H10 116.9 (7) C4-C3-C2 121.25 (9) C10-C11-C12 120.06 (9) C4-C3-H3 119.6 (7) C10-C11-H11 121.8 (7) C2-C3-H3 119.2 (7) C12-C11-H11 118.1 (7) C3-C4-C5 120.96 (9) C13-C12-C11 120.89 (9) C3-C4-H4 119.6 (7) C13-C12-H12 119.2 (8) C5-C4-H4 119.4 (7) C11-C12-H12 119.9 (8) C6-C5-C4 119.80 (9) C12-C13-C14 121.26 (9) C6-C5-H5 118.0 (8) C12-C13-H13 120.4 (7) C4-C5-H5 122.2 (8) C14-C13-H13 118.3 (7) 
